. Nxf1 binding to an RNA secondary structure located within intron 10 of its own pre-mRNA, related to Figure S3C are validated by qPCR using the siCHTOP siRNA or a less efficient combination of two other siRNAs (siCHTOP_2 and siCHTOP_3). Knockdown efficiencies were assessed by WB analysis. Means of three biological replicates +/-SD. *P< 0.05, **P< 0.01, ***P < 0.001 (t-test). E. Read-through transcription beyond CHTOP and ACTB genes was assessed using GFP-or CHTOP-over-expressing stable cell lines. Read-through was normalised to premRNA levels (region e4-i4 in case of CHTOP) and expressed as fold change over signal from GFP-overexpressing cells.
Also shown is the down-regulation of endogenous CHTOP mRNA (primers pair "e5-3UTR") upon CHTOP overexpression (primers pair "e2-e3"). Means of three independent experiments +/-SD. *P< 0.05, **P< 0.01, ***P < 0.001 (ttest). Figure 5E . C. Fold change of Nuclear/ Cytoplasmic ratios upon eIF4A3 RNAi in 293T cells analysed by RT-qPCR. Validation of the fractionation was performed by analysing the Nuclear/Cytoplasmic ratios of an mRNA (MTCH1, 0.6 < ratio < 1.5), a pre-mRNA (DDX39B e4-i4, ratio >> 1), and a nuclear retained lncRNA (NEAT1, ratio >1). Means of three independent experiments +/-SD. *P< 0.05, **P< 0.01, ***P < 0.001 (t-test). D. Log2 enrichments of the indicated factors over their respective iCLIP negative control signals for the indicated genic regions. E. Binding enrichment of EJC core factors over Ctrl iCLIP as a function of increasing exon length with 3' UTRs included or not in the analysis. F. Deposition patterns of EJC core factors over single exon histones transcripts as in Figure 4C . 
